The human T-cell lymphotropic virus type 1 (HTLV-1) was the first human oncoretrovirus isolated from a patient with a cutaneous T-cell lymphoma in 1980 (1) .
Actually it is considered the causal agent of adults T-cell leukemia/lymphoma (ATLL) and its implication in the etiology and pathogenesis of tropical spastic paraparesis/HTLV-1 associated myelopathy (TSP/HAM), uveitis and chronic infective dermatitis is well recognized (2) . It has been calculated that 15 to 20 million people are infected around the world. Higher prevalence zones, considered as HTLV-1 infection endemic areas are the Southwest of Japan, the center and South of Africa, the Central America, the Southeast of the USA, and the Caribbean basin. Cases are also reported in other geographic areas from immigrants of endemic areas (3) . In the Americas, it has been suggested that the Cosmopolitan group was introduced during the post-Columbus migrations due to the African slave trade and some Japanese migrants (5) . In Cuba, the first evidence of HTLV-1 infection was found by serological surveillance carried out in different risk groups where an antibody seroprevalence of 0.037% was reported (6, 7) and later in a patient with clinical manifestations of ATLL diagnosed in 1990 (8) . This article has been peer-reviewed and accepted for publication, but has yet to undergo copyediting and proof correction. The final published version may differ from this proof. This article has been peer-reviewed and accepted for publication, but has yet to undergo copyediting and proof correction. The final published version may differ from this proof.
isolated from a female patient who has had a sexual intercourse with an individual infected in Africa, according to the epidemiological surveillance data.
Several phylogenetic studies carried out in some Brazilian populations have also shown association between the Latin American cluster beta with sequences from African origin (16, 17).
Inside the group of samples with sequences similar to the ones from French Guyana origin, the 11CUTH02 sample is from a patient who infected both 
Nucleotide sequence accession number:
GenBank accession numbers for the sequences reported here are from JX194169-JK194179, and JX871882.
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degree of support for each node. MEL5 was used as the out-group. Geographic origin is given in parentheses. This article has been peer-reviewed and accepted for publication, but has yet to undergo copyediting and proof correction. The final published version may differ from this proof. been peer-reviewed and accepted for publication, but has yet to undergo copyediting and proof correction. The final published version may differ fr
